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Fig. S1. The N-terminal triple-flag tag on Gid10 does not affect Gid10-mediated 
protein degradation. Tc/PRT-based degradation assays with pgil-Fbp13ha in the indicated 
S. cerevisiae strains that lacked Gid4 and expressed, from the PGID4 promoter, either wild 
type untagged Gid10 (lanes 1-4) or N-terminally triple-flag tagged 3fGid10 (lanes 5-8). 
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Fig. S2. Phylogenetic tree of Gid4p sequelogs in yeasts that diverged from a 
common ancestor after the whole genome duplication (red arrow on the left). See the main 
text and ref. (1) for the definition of “sequelog”. Proteins designated as Gid4 (in blue) and 
Gid10 (in red) are unambiguously identifiable sequelogs of S. cerevisiae Gid4 and Gid10, 
respectively. Proteins designated as Gid4/10* (in green), while being sequelogs of Gid4, 
could not be unambiguously assigned as either Gid4-like or Gid10-like proteins. The name 
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of each protein is followed by the abbreviated name of the yeast species and by the 
protein’s standard name. In the absence of a standard name, a specific chromosome that 
contains a corresponding gene is indicated. The names of yeast species were abbreviated as 
follows: Cbra: Candida bracarensis. Ccas: Candida castellii. Cgla: Candida glabrata. 
Cniv: Candida nivariensis. Kafr: Kazachstania Africana. Knag: Kazachstania naganishii. 
Nbac: Nakaseomyces bacillisporus. Ndel: Nakaseomyces delphensis. Ncas: Naumovozyma 
castellii. Ndai: Naumovozyma dairenensis. Sarb: Saccharomyces arboricola. 
Scer: Saccharomyces cerevisiae. Seub: Saccharomyces eubayanus. Skud: Saccharomyces 
kudriavzevii. Smik: Saccharomyces mikatae. Spar: Saccharomyces paradoxus. 
Suva: Saccharomyces uvarum. Tbla: Tetrapisispora blattae. Tpha: Tetrapisispora phaffii. 
Vpol: Vanderwaltozyma polyspora. See also the main text. 
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Table S1. S. cerevisiae strains used in this study 
Strain Genotype Reference 
BY4741 MATa his31 leu20 met150 ura30 Lab collection 
yAM93 BY4741 gid10::kanMX This study 
yAM117 BY4741 gid4::kanMX This study 
yAM140 BY4741 gid4::MET15 gid10::kanMX This study 
yAM141 BY4741 gid4::GID4 URA3 gid10::kanMX This study 
yAM143 BY4741 gid4::PGID4-Gid10 URA3 gid10::kanMX This study 
yAM156 BY4741 HIS3 MET15 ura30::LEU2 This study 
yAM161 BY4741 gid10::3flag-GID10 URA3 gid4::MET15 This study 
yAM182 
BY4741 gid10::3flag-GID10 URA3 gid4::MET15 Gid1-
3ha :: SpHIS5 
This study 
yAM184 
BY4741 gid10::3flag-GID10 URA3 gid4::MET15 Gid1-
3ha :: SpHIS5 gid5 :: kanMX 
This study 
yAM199 BY4741 gid4::kanMX Gid1-3ha :: SpHIS5 This study 
yAM212 BY4741 gid2::kanMX gid4::MET15 This study 
yAM220 BY4741 gid4::kanMX gid3::SpHIS5 This study 
yAM231 
BY4741 gid10::3flag-GID10 URA3 gid4::MET15 
gid3::SpHIS5 
This study 
AH109 
MATa, trp1-901, leu2-3, 112, ura3-52, his3-200, gal4Δ, 
gal80Δ, LYS2 :: GAL1UAS-GAL1TATA-HIS3, GAL2UAS-
GAL2TATA-ADE2, URA3 :: MEL1UAS-MEL1TATA-lacZ 
Clontech 
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Table S2. Plasmids used in this study 
Plasmid Description Reference 
pCSJ182 NLS-Gid4-3flag-Gal4AD in pGADCg (2) 
pCSJ392 NLS-Gid10-3flag-Gal4AD in pGADCg This study 
pCSJ376 PTLV-G5-Dhfr-Gal4DBD in pGBKCg (2) 
pAM1160 MX2X3X4X5-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1160c2 PGIL-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1160c3 PDLS-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1160a5 PLIL-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1160a6 PYIY-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1160a9 PLFL-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1479 MZ2X3X4X5-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1479a1 VCFH-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1479a3 MYITV-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1573 
PTDH3-Tc3-Mdh23HA-TADH1 and  
PTDH3-Tc3-Dhfr8MYC-TADH1 in pRS315 
This study 
pAM1575 
PTDH3-Tc3-Icl13HA-TADH1 and  
PTDH3-Tc3-Dhfr8MYC-TADH1 in pRS315 
This study 
pAM1581 
PTDH3-Tc3-Fbp13HA-TADH1 and  
PTDH3-Tc3-Dhfr8MYC-TADH1 in pRS315 
This study 
pAM1674 PTLV-G6-Dhfr-Gal4DBD in pGBKCg This study 
pAM1685 
PTDH3-Tc3-pgil-Fbp13HA-TADH1 and  
PTDH3-Tc3-Dhfr3FLAG-TADH1 in pRS315 
This study 
pAM1686 
PTDH3-Tc3-myitv-Fbp13HA-TADH1 and  
PTDH3-Tc3-Dhfr3FLAG-TADH1 in pRS315 
This study 
pAM1791 
PTDH3-Tc3-3FGid10-TADH1 and  
PTDH3-Tc3-Dhfr3HA-TADH1 in pRS315 
This study 
pAM1811 PADH1-3FGid10-TGID10 in pRS316 This study 
pAM1830 PCUP1-pgil-Fbp13HA-TADH1 in pRS315 This study 
pAM1836 PCUP1-sgil-Fbp13HA-TADH1 in pRS315 This study 
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